With the development of newer sequencing techniques the databases have been flooded with enormous amount of sequencing data. This saw emergence of yet another field in biology-''bioinformatics'' which is principally based on sequence information from DNA, RNA or protein molecules. Sequence databases provide massive data-sets that serve as basic raw material for any bioinformatics research. Novel biological finding are driven by comparison of huge data-sets [1] , therefore a bioinformatician exploits these databases for such data-sets and comes up with logical interpretations. However, an increase in the flow of sequence data in the databases has in turn raised issues concerning the accuracy of the submitted data. It has been seen that the sequence data submitted to the databases are not free from errors [2] and the use of such data can lead to erroneous interpretations and even illogical conclusions.
The errors in any sequence can erupt from two sources: (i) the sequence deposited in the database itself can be wrong and (ii) there can be error in the annotations. While it is difficult to check the flow of wrong sequences into the databases, some measures need to be taken to establish the validity of the sequences before public release. It has been suggested that this can be improved by including the third party annotation system [3] . The onus should also be on individuals to submit only valid sequence data for subsequent use by others. The current era belongs to the modern sequencing techniques and bioinformatics. Therefore valid sequence data will provide additional bonus and will subsequently help in making bioinformatics study a logical field in biology.
